FIGURE 42B 



AGTCAAAGATTGTGTCACCTCAAAGGCCTTGAAGAATATATTTTCTT{^ 

CACTTGGGTTTTTTAATTAATTCTATTTTATATATATAAATATATGTTTCrrTTCCTGTGAA^ 

CACATGTGAACAGCTTGCACCTCATTTTACCATGCGTGAGGGAATGGCA^^ 

ACAATGAATGTAACTATTTTCTAAACACTTTACTAGAAGAACATTTCAGTATA^^^ 

gaaaaatattttgttgtttttataaaaagttatgcaaatgacttttatttttatttcctgcataccattac^ 

attttatttcatttcttcaaattatcaagcactgtaatactataaattaatgtaat^ 

taaaaa?^catcattc:agaaaactttataatcgtcattgttcaatca^ 

attaottggaz^ttcaatgtttgtgcagagttgagact^ctttattgtttctatcata^ 

aattattaaaatgatttactttatggcactagaaaatttactgtggcttttctgatctaacttctagct 

gtatcattggtcctaaaaaataaaaatctttactaataggcaattgaaggaatggtttgctaac^ 

TATAATATGATTTTACAGATAGATGCTTCCCCTTGGCTATGACATGGAGAAAGATTTTCC^ 

TATTTATATTAGGTTGGTGCAAAACTAGTTGCGGTTTTTCCCa.TTAAAAGTAATAACCTTACTCT^ 

GGACACTGTGGGGAGATACAGAGAAATGGAAGATACGGATCCTGCCTGGAGTAGGTAACCTTGCT^^ 

acatgcaaacgtcatgaggagaattaaaggagtattatcagtaatgaagtttatc^ 

gattggtgtggatcctgtagaccctggtgttttctttgaagtgccctctcctaatgcagaggcct^rgaagctt^ 

agtatacacttgaaaagtcacagatagctagaattatgatctttgaagttataactgtgatctgaa^ 

ggtggtatqacagcataccattaaatacatttacatcacagctct^ 

aactcaaaggactgtgatataatccatttatatcacagctcacagtttctgaaaatgta 

ctagtactgaaattactaaattgggtaagatgatttaaatgattttaattttaacattttatttctac^^ 

ggctccattttattttatagtgtaaagttgtatttcctaaagtttgtgttttgtcgacagtatcttttaaatgag 

tcttaaaaataaaggcs^tattgttcatgtttaaaaaaaaz^aaaaaaaaaaaaaaaaaaaaaa2^^ 

aaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa;^^ 



FIGURE 43 

></usr/seqdb2/sst/DNA/Dnaseqs*min/ss.DNA48296 
xsubxinit 1 of 1, 515 aa, 1 stop 
xMW: 56885, pi: 6,49, NX(S/T): 5 

MAPRGCAGHPPPPSPQACVCPGKMLAMGALAGFWILCLLTYGYLSWGQALEEEEEGALLAQA 

GEKLEPSTTSTSQPHLIFILADDQGFRDVGYHGSEIKTPTLDKLAAEGVKLENYYVQ 

SRSQFITGKYQIHTGLQHSIIRPTQPNCLPLDNATLPQKLKEVGYSTHMVGKWIILGFNRKEC 

MPTRRGFDTFFGSLLGSGDYYTHYKCDSPGMCGYDLYEITONAAWDYDNGIYSTQMYTQRVQQ 

IIASHNPTKPIFLYTAYQAVHSPLQAPGRYFEHYRSIINII^RYAAMLSCLDEAIIS^^ 

LKTYGFYNNS 1 1 1 YSSDNGGQPTAGGSNWPLRGSKGTYWEGGIRAVGFVHSPLLKNKGTVCK 

ELVHITDWYPTLISLAEGQIDEDIQLDGYDIWETISEGLRSPRVDILHNIDPYTPRQKMAPG 

QQAMGSGTLQSSQPSECSTGNCLQEIl^TATGSPLSLSATWDRTGGTMNGSPCQLAKV^ 

TSQPTHMRGP7TYLTGIQES 

Important Features: 
Signal Peptide: 

amino acids 1-37 

Sulfatases signature 1. 

amino acids 120-132 

Sulfatases signature 2. 

amino acids 168-177 

Tyrosine kinase phosphorylation site, 

amino acids 163-169 



N-glycosylation sites. 

amino acids 157-160, 306-309 and 318-321 



FIGURE 44 

CGGACGCGTGGGTGCGAGTGGAGCGGAGGACCCGAGCGGCTGAGGAGAGAGGAGGCGGCGGC 

TTAGCTGCTACGGGGTCCGGCCGGCGCCCTCCCGAGGGGGGCTCAGGAGGAGGAAGGAGGAC 

CCGTGCGAGAATGCCTCTGCCCTGGAGCCTTGCGCTCCCGCTGCTGCTCTCCTGGGTGGCAG 

GTGGTTTCGGGAACGCGGCCAGTGCAAGGCATCACGGGTTGTTAGCATCGGCACGTCAGCCT 

GGGGTCTGTCACTATGGAACTAAACTGGCCTGCTGCTACGGCTGGAGAAGAAACAGCAAGGG 

AGTCTGTGAAGCTACATGCGAACCTGGATGTAAGTTTGGTGAGTGCGTGGGACCi^AACAAAT 

GCAGATGCTTTCCAGGATACACCGGGAAAACCTGCAGTCAAGATGTGAATGAGTGTGGAATG 

AAACCCCGGCCATGCCAACACAGATGTGTGAATACACACGGAAGCTACAAGTGCTTTTGCCT 

CAGTGGCCACATGCTCATGCCAGATGCTACGTGTGTGAACTCTAGGACATGTGCCATGATAA 

ACTGTCAGTACAGCTGTGAAGACACAGAAGAAGGGCCACAGTGCCTGTGTCCATCCTCAGGA 

CTCCGCCTGGCCCCAAATGGAAGAGACTGTCTAGATATTGATGAATGTGCCTCTGGTAAAGT 

CATCTGTCCCTACAATCGAAGATGTGTGAACACATTTGGAAGCTACTACTGCAAATGTCACA 

TTGGTTTCGAACTGCAATATATCAGTGGACGATATGACTGTATAGATATAAATGJ^TGTACT 

ATGGATAGCCATACGTGCAGCCACCATGCCAATTGCTTCAATACCCAAGGGTCCTTCAAGTG 

TAAATGCAAGCAGGGATATAAAGGCAATGGACTTCGGTGTTCTGCTATCCCTGAAAATTCTG 

TGAAGGAAGTCCTCAGAGCACCTGGTACCATCAAAGACAGAATCAAGAAGTTGCTTGCTCAC 

AAAAACAGCATGAAAAAGAAGGCAAAAATTAAAAATGTTACCCCAGAACCCACCAGGACTCC 

TACCCCTAAGGTGAACTTGCAGCCCTTCAACTATGAAGAGATAGTTTCCAGAGGCGGGAACT 

CTCATGGAGGTAAAAAAGGGAATGAAGAGAAATGAAAGAGGGGCTTGAGGATGAGAAAAGAG 

AAGAGAAAGCCCTGAAGAATGACATAGAGGAGCGAAGCCTGCGAGGAGATGTGTTTTTCCCT 

AAGGTGAATGAAGCT^GGTGAATTCGGCCTGATTCTGGTCCAAAGGAAAGCGCTAACTTCCAA 

ACTGGAACATAAAGATTTAAATATCTCGGTTGACTGCAGCTTCAATCATGGGATCTGTGACT 

GGAAACAGGATAGAGAAGATGATTTTGACTGGAATCCTGCTGATCGAGATAATGCTATTGGC 

TTCTATATGGCAGTTCCGGCCTTGGCAGGTCACAAGAAAGACATTGGCCGATTGAAACTTCT 

CCTACCTGACCTGCAACCCCAAAGCAACTTCTGTTTGCTCTTTGATTACCGGCTGGCCGGAG 

ACAAAGTCGGGAAACTTCGAGTGTTTGTGAAAAACAGTAACAATGCCCTGGCATGGGAGAAG 

ACCACGAGTGAGGATGAAAAGTGGAAGACAGGGAAAATTCAGTTGTATCAAGGAACTGATGC 

TACCAAAAGCATCATTTTTGAAGCT^GAACGTGGCAAGGGCAAAACCGGCGAAATC 

ATGGCGTCTTGCTTGTTTCAGGCTTATGTCCAGATAGCCTTTTATCTGTGGATGACTGAATG 

TTACTATCTTTATATTTGACTTTGTATGTCAGTTCCCTGGTTTTTTTGATATTGCATCATAG 

GACCTCTGGCATTTTAGAATTACTAGCTGAAAAATTGTAATGTACCAACAGAAATATTATTG 

TAAGATGCCTTTCTTGTATAAGATATGCCAATATTTGCTTTAAATATCATATCACTGTATCT 

TCTCAGTCATTTCTGAATCTTTCCNCATTATATTATAA2\ATlSrTGGAAANGTCAGTTTATCTC 

CCCTCCTCNGTATATCTGATTTGTATANGTANGTTGATGNGCTTCTCTCTACAACATTTCTA 

GAAAATAGAAAAAAAAGCACAGAGAAATGTTTAACTGTTTGACTCTTATGATACTTCTTGGA 

AACTATGACATCAAAGATAGACTTTTGCCTAAGTGGCTTAGCTGGGTCTTTCATAGCCAAAC 

TTGTATATTTAATTCTTTGTAATAATAA 



